Siberian taimen Hucho taimen (Pallas, 1773) is the largest representative of the family Salmonidae in rivers of northern Eurasia. The species has drastically declined in abundance throughout its range and it is now included as an Endangered species in the Mongolian, Russian, and Chinese red lists. The aquaculture of H. taimen is under intensive development and artificial intergeneric hybrids between H. taimen and lenok Brachymystax lenok have been reported (Xu et al., 2009 (Xu et al., , 2010 (Xu et al., , 2011 . Previously, we sequenced a portion (8141 bp) of the mitochondrial (mt) genome in 28 specimens of H. taimen from six localities in the Amur River basin (Balakirev et al., 2013) . A comparison of the data with the GenBank H. taimen mt genome (Wang et al., 2011; HQ897271) revealed significant differences between them in spite of the fact that the fish specimens come from neighboring geographical areas. We found (Balakirev et al., 2013) that the GenBank sequence (Wang et al., 2011; HQ897271) contained two introgressed fragments from two lenok subspecies, B. lenok (JQ686730) and B. lenok tsinlingensis (JQ686731) (Si et al., 2012) . This observation motivated us to sequence the complete mitochondrial genome of H. taimen showing no sign of modern introgression with lenok subspecies.
We sequenced two complete mitochondrial genomes of H. taimen (GenBank accession numbers KJ711549 and KJ711550) using primers of Wang et al. (2011) and primers obtained with the program mitoPrimer_V1 . Both approaches yielded identical sequences. The complete genome sequences were 16,833 and 16,914 in the two isolates (Table 1) due to variable number of repeat sequences within the control region (Wang et al., 2011 previously published (HQ897271), but did not contain the introgressed fragments from the two subspecies of lenok, B. lenok and B. l. tsinlingensis. The overall base composition, including protein, tRNA, and rRNA genes (or, in parentheses, only the 13 protein-coding genes) was 28.0% (26.6%) for A, 26.7% (28.1%) for T, 16.6% (14.9%) for G, and 28.8% (30.3%) for C. The A + T base composition, 54.6% (54.8%) was higher than G + C, 45.4% (45.2%). There were 26 single nucleotide and two length differences between the Ht9 and Ht16 haplotypes; total sequence divergence (D xy ) was 0.0015 ± 0.0003. A slightly higher D xy value (0.0021 ± 0.0005) was previously obtained on the partial mt genome sequences (8141 bp) (Balakirev et al., 2013) .
